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Km phenotypes, in mumps meningitis 393-6 


LCL (lymphoblastoid cell line), human 
BS patients 163-9 
rat class I expression 479-83 
leader-constant region splicing 241-7 
LST-1 (leucocyte specific transcript-1) gene, 
polymorphism 277-82 
lymphoblastoid cell line: see LCL 


mAb 
anti-DQ/-DP 425-34 
B1-23-2 363-70 
W6/32, and class I heavy chain detection 
363-70 
MCP (membrane cofactor protein) 147-61 
melancocytes: see vitiligo 
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membrane cofactor protein: see MCP 

meningitis, Gm and Km phenotype frequency 
393-6 

methylation pattern, stimulated B cells 265-75 

MHC class I/II see class I/II; HLA 

MHC evolutionary history, horse 249-60 

b2-microglobulin — class I heavy chain 
heterodimerism 479-83 

microsatellite distribution profile, EOPA-JCA 
311-22 

MLR, suppression 147-61 

MS (multiple sclerosis), class II analysis 171-8 

m-chains, truncated 241-7 

multiplex ARMS-PCR typing for HLA-DRB1 
403-11 

mumps meningitis 393-6 


neoplasm, benign, HLA-DR expression 299-310 
nomenclature, WHO committee meeting 
March 1995 335-60 

nomenclature 1995 update 

June 361-2 

July 423-4 

August 485-6 
Nomenclature Report (WHO), funding 335-60 
null alleles: see C4 null alleles 


1D-IEF (one-dimensional isoelectric focusing), 
canine gene products 199-207 


PCR (polymerase chain reaction) 
ASA (allele-specific amplification), for DQB1 
typing 413-22 
RFLP, improvement over for DQB1I typing 
413-22 
SSCP, ambient temperature matching techniques 
467-78 
SSO, improvement over for DQB1 typing 
413-22 
SSP/PCR-SSCP matching correlation 
467-78 
see also ARMS-PCR 
plasmatic class I molecule analysis 363-70 
population, C4 null allele differential distribution 
435-41 
pregnancy, TLX alloantibody induction 
147-61 
promoter sequences, WHO policy 335-60 
Pvu II restriction enzyme digestion 277-82 


Subject Index 


race, and HLA-DR10 homozygocity 191-197 
recurrent spontaneous abortion (RSA): see abortion, 
spontaneous 
relative predispositional effect (RPE) analysis, 
IDDM 443-65 
responder pattern, FCylIl receptor 397-401 
restriction endonuclease cleavage, in DRB1 typing 
371-92 
RFLP (restriction fragment length polymorphism) 
HLA-DRB| high-resolution typing 403-11 
LST-1 in IDDM 277-82 
Taql/DQA 261-4 
risk markers, RSA 323-34 
ms mRNA, deficient transcription in BS 163-9 
RSA (recurrent spontaneous abortion): see abortion, 
spontaneous 


Su S € combinations, stimulated B cells 265-75 

sequence database (WHO), funding 335-60 

sequence errors, WHO policy 335-60 

sequence update: see nomenclature 

SSCP: see PCR-SSCP 

surface expressed molecules, class I, horse 
249-60 

Sweden, IDDM protection by HLA-DR and -DQ 
443-65 


T cell receptor (TCR), in EOPA-JCA 311-22 
T cells, in vitiligo patients 209-13 
TAP | allele frequency, Yoruba Nigerians 
187-90 
TAP 2D, in Yoruba Nigerians 187-90 
TaqlI/DQA, RFLP 261-4 
TCRBV6S1 gene, TCR marker analysis 311-22 
TCRDVAJ gene, TCR marker analysis 31 1-22 
TEA gene, TCR marker analysis 311-22 
TLX antigens 147-61 
TLX-B 147-61 
TLX/CD46/MCP phenotype mismatching, and 
alloantibody induction 147-61 
TLX/HLA allele segregation 147-61 
TNF-a 
EOPA-JCA 311-22 
microsatellite alleles, in EOPA-JCA 311-22 
polymorphism, in EOPA-JCA 311-22 
transfection, Hmy 2 CIR cell line 479-83 
transfusion, TLX alloantibody induction 
147-61 
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transplantation 

double registration avoidance 221-3 

DQB| rapid typing 413-22 

TLX alloantibody induction 147-61 
tumoral thrombi, HLA-DR expression 299-310 
tumour (breast), HLA-DR expression 299-310 
tumour necrosis factor: see TNF 
typing 

DNA molecular, in IgA-D 403-11 

DQB1 by PCR-ASA 413-22 

HLA-DRB1, high-resolution 371-92 


ultraviolet (UV) radiation, DNA abnormal repair in 
BS 163-9 


VHDJH complex 241-7 

vitiligo, protective/susceptible genes 209-13 

vitiligo patients, class I/II polymorphism 
209-13 


WHO nomenclature committee: see nomenclature 





